ABSTRACT Klebsiella pneumoniae is an opportunistic pathogen that has become an increasing problem in nosocomial infections. Studying phages that infect K. pneumoniae may lead to improvements in phage therapeutics for treating these infections. Here, the full genome sequence of Menlow, a Vi01-like phage, is introduced and described.
replication and phage morphology were identified. A superinfection exclusion protein similar to that of phage P22 gp17 was identified (19) . Many of the hypothetical novel genes identified are clustered around the genome's 5 tRNAs. A putative tape measure protein was identified based on the length of the protein and the presence of the alphahelical character predicted by Jpred3 (20) . The endolysin was identified as an N-acetylmuramidase-like lysozyme (InterPro accession no. IPR024408); however, there were no identifiable holins. A spanin complex could not be reliably identified. The TerL gene shows homology to those of phages that use headful packaging (21) .
Data availability. The genome sequence of phage Menlow was deposited under GenBank accession no. MG428990. The associated BioProject, SRA, and BioSample accession numbers are PRJNA222858, SRR8788475, and SAMN11259833, respectively.
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